Specifications table {#s0005}
====================

TableSubject area*Biology*More specific subject area*Biodiversity*Type of data*Table, text (.fasta) file*How data was acquired*Illumina HiSeq2500*Data format*Analyzed*Experimental factors*Raw reads were assembled by Trinity*Experimental features*Mitochondrial transcripts were identified by BLASTN against two other Loricariidae mitogenomes*Data source location*Fishes were donated by a fish exporter and sampled in the Amazon region*Data accessibility*Genbank* KP960567, KP960568, KP960569

Value of the data {#s0010}
=================

•These are the first sequences of long mitochondrial transcripts from *Ancistrus* spp.•This data will aid primer design for other Loricariidae species in phylogenetic studies.•Heteroplasmies position and frequency can be compared to other species.•Start/stop codons usage, UTR, CDS and poliA-tail length for protein coding gene are described.

1. Data {#s0015}
=======

Nucleotide sequences of each transcript used to assemble the mitogenomes of three *Ancistrus* spp. fish described by Moreira et al. [@bib6] are available in fasta format ([supplemental material](#s0025){ref-type="fn"}). [Table 1](#s0030){ref-type="sec"} shows the number and the length of each of those mitochondrial transcripts, as well as the maximum number of supporting reads per individual nucleotide and the total sum of supporting reads for each transcript. The position of heteroplasmic sites is shown at [Table 2](#s0030){ref-type="sec"}, along with the read counts of each nucleotide, the gene category and the codon position of each heteroplasmy. Specifically for protein-coding genes, [Table 3](#s0030){ref-type="sec"} shows the lengths of 5′UTR, 3′UTR, ORF and Poly-A tail. In addition, [Table 3](#s0030){ref-type="sec"} also shows the initiation and the termination codon, as well as the number of Adenines added to complete the stop codons, if needed.

2. Experimental design, materials and methods {#s0020}
=============================================

Fish sampling, RNA extraction, Illumina library preparation and sequencing, raw reads processing and transcriprtome assemble are described elsewhere [@bib6]. Each transcriptome was subjected to a BLASTN against the complete mitogenome of the closest related species, whose mitogenome is publically available, *Pterygoplichthys disjunctivus* (GI: 339506171) [@bib7]. The transcripts aligned to the reference mitogenome were used for the mitogenomes assembly. The selected transcripts were edited according to the information of strand orientation given by the BLASTN result, and aligned by SeaView using the built-in CLUSTAL alignment algorithm and the reference mitogenome [@bib2]. A CONTIG sequence was generated using the sequence information of just the transcripts of each individual fish. The sequence of the CONTIG was then manually checked for inconsistencies and gaps. The mitogenomes were annotated using the web-based services MitoFish and MITOS [@bib1], [@bib3] and features in protein-coding genes were analyzed according to Temperley et al. [@bib9]. In order to estimate the support of each base in the mitogenomes, Bowtie v. 1.0.0 was used to align the reads of each fish on its own assembled mitogenome, and this mapping was viewed using the Integrated Genome Viewer (IGV) or the Tablet [@bib10], [@bib4], [@bib5], [@bib8]. Heteroplasmic sites were detected using IGV, setting the software to show positions in which the frequency of the second most frequent base was equal to or higher than 10% and the total reads number were higher than 100.

Appendix A. Supplementary material {#s0030}
==================================
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This data-set was generated with the financial support of the Partnerships for Enhanced Engagement in Science (PEER) initiative from the United States Agency for International Development \[Grant no. PGA-2000003446\] to TP.

Supplementary data associated with this article can be found in the online version at [doi:10.1016/j.dib.2015.09.010](http://dx.doi.org/10.1016/j.dib.2015.09.010){#ir0005}.
